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RNA SiRNA RNA short interfering RNA) 21 23
RNA mRNA

cDNA transfection

CDNA fusion protein

SPR Surface Plasmon Resonance
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Statistical Package for Social Science

Statistical Analysis System
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Curve fitting
Scatchard plot

In silico

Pharmcogenetics
Pharmacogenomics

DNA DNA
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1.1 (Macroscopic Model)
(lamped mass system)
(continuum)
1.2 (Microscopic Model)
(Cellular Automata) (Molecular Dynamics)
2.1
2.2
(Numerical Integration) (Finite Difference Method)
(Finite Element Method) (Homogenization Method)

(Monte Carlo Method)

3.1CT
3.2

4.1 Collagen Matrix HA
4.2
4.3
4.4



